ABSTRACT Several agricultural commodities can be infected by Aspergillus flavus, a fungus that can produce the carcinogen aflatoxin. Here, we report the whole-genome sequences for 20 georeferenced isolates collected from soil and corn under field conditions. This information contributes to an understanding of A. flavus population structure and dynamics in a field environment.
A spergillus flavus is a plant pathogen that can infect corn, especially under conditions of heat and/or drought stress (1) . This infection can result in contamination with aflatoxins (AF), a group of potent toxins and carcinogens. A biocontrol approach for AF has been developed but involves significant expense that may not always be justified (2) . A risk assessment for predicting the necessity of A. flavus biocontrol application was developed for corn that incorporated environmental factors (3), but fungal diversity was not taken into consideration. It has been demonstrated that from a relatively diverse A. flavus field population, a small number of genetic lineages participate in the infection of maize (4) . Knowledge of the pathogen population structure might allow differentiation of A. flavus biotypes and more accurate measurement of the AF risk for a given field.
There have been several approaches to characterizing the A. flavus population based on morphotype, chemotype (5-7), vegetative compatibility (4, 8, 9) , or the presence of a few unique genetic markers (10, 11) . Multilocus DNA-based systems have been developed that better characterize isolates and detect genetic recombination (12) . These approaches might be improved with greater knowledge of A. flavus genetic diversity. Here, we make available the genome sequences for 20 isolates of A. flavus from the agroecosystem of the Mississippi Delta that add to the number of wholegenome sequences for A. flavus (13) (14) (15) (16) .
Twenty corn fields in the Mississippi Delta were examined for this project. Soil and corn samples were collected from four georeferenced points in each field in June and August, respectively, in 2017. Putative A. flavus isolates were obtained from all samples by plating samples onto semiselective medium and isolating colonies with A. flavus-like morphology (15) . For this initial survey of genetic diversity, isolates from three fields were subject to whole-genome sequencing. Each isolate was grown in potato dextrose broth. The mycelium was freeze-dried (model 2400; Freeze Dry Company, Nisswa, MN) and ground to a powder using a tissue pulverizer (Garcia Manufacturing, Visalia, CA) before automated genomic DNA extraction (Maxwell 16; Promega, Madison, WI), following the manufacturer's protocols. Sequencing libraries from each genomic DNA extract were prepared using the plexWell-384 library kit (product PW384; SeqWell, Inc., Beverly, MA), followed by whole-genome resequencing using the NextSeq500 platform (Illumina, Inc., San Diego, CA) with high-output version 2.5 chemistry to generate 150-bp paired-end reads. The raw yield of high-quality (ϾQ30 [17] ) reads ranged from 300 Mb to 4.1 Gb. Adapters were trimmed from the reads using BBDuk (version 3/30/17). Genome assembly was conducted using SPAdes (version 3.11.1) with the "careful" option and k-mer sizes of 21, 33, 55, 77, and 99.
The assembled genome sequences were subjected to a BLASTn search using the A. flavus strain ATCC 200026 internal transcribed spacer 1 (ITS1) sequence (GenBank accession number JX535495) as the query (17), resulting in 99.8 to 100% identity with JX535495. Aspergillus clavatus (GenBank assembly number GCA_000002715), Aspergillus parasiticus (GenBank assembly number GCA_000956085), and A. flavus strains AF70 (GenBank assembly number GCA_000952835) and 3357 (GenBank assembly number GCA_000006275) were queried as reference sequences for comparison, resulting in 88.1%, 87.5%, 100%, and 98.5% identity with JX535495, respectively.
Data availability. The GenBank and SRA accession numbers for the genome sequences are listed in Table 1 . 
